. Restricting the relatedness threshold at 0.1 between discovery and replication set using genetic risk prediction approach (no LD clumping).
The left figure showed the association (y-axis: -log 10 P) of endometriosis (target) with genetic risk scores that were calculated from ovarian cancer histotypes (discovery), while the right figure showed the association of ovarian cancer histotypes (target) with genetic risk scores calculated from endometriosis (discovery). The colour coding denotes the P-value bins used to select SNPs from the discovery set. The dashed red line marks the significance threshold (P=0.05). The genetic risk scores were calculated from all overlapping SNPs without LD clumping.
